
EXHIBIT 2 

HRrLAR ATION OF RANDY SCOTT. Ph,D. UND ER 37 C.F.IL 8 1J32 
I, Randy Scott, Ph^D. declare and say as follows: 

1. I hold a Bachelor or Science degree in Chemistry from Emporia State University 
and a Ph.D. in BiocheinisUy fr om the U ni versity of Kansas: ~ 



2. I am Chairman and Chief Executive Officer of Genomic Health, Inc., a life 
science company founded in August of 2000 located in Redwood City, California, conducting 
sophisticated genomic research to develop clinically validated molecular diagnostics, which 
provide individualized information on the likelihood of disease recurrence and response to 
certain types of therapy. 

3. In 1991 , 1 co-founded Incyte Pharmaceuticals, Inc., the world's first genomic 
information business. I served the company in multiple capacities, including Chairman of the 
Board from August 2000 to December 2001, President from January 1997 to August 2000, and 
Chief Scientific Officer from March 1995 to August 2000. Under my leadership, Incyte has 
created the LifeSeq Gold*"^ gene sequence and expression database, an industry standard and the 
most comprehensive collection of biological information in the world. I have also led Incyte to 

^ expand its focus beyond gene sequence databases to include the research and application of gene 

y fl expression, SNPs (single nucleotide polymorphisms), and proteomics. 

^jy] 4. I am an inventor on several issued patents, and authored over 40 scientific 

publications in the fields of protein biology, gene discovery, and cancer. 

5. My Curriculum Vitae is attached to and serves part of this Declaration. 

6. All statements made in this Declaration are based on my more than 1 5 years of 
personal experience with the DNA microarray technique and its various uses in the diagnostic 
and therapeutic fields,, and my familiarity with the relevant art. 

7. The DNA microarray technology is based on hybridizing arrayed nucleic acid 
probes of known identity with target nucleic acid to determine the identity and/or expression 
levels (abundance) of target genes. DNA microarray s work by exploiting the ability of a given 



BEST AVAIUBLE COPY 



HOUl I I Win WtollteltlbVII fetoWAto 




1. 

2. 




1^^ 



ic 



EXHIBIT 1 



■SRmND DECLARATION OF PAUL POLAKIS, Ph.D. 
I, Paul Polakis, Ph.D.» declare and say as follows: 

I am currently employed by Genentech, Inc- where my job liile is Siaff 
Scientist. 

Since joining Geneniech in 1999, one of my primary responsibiliiics has 
been leading Genemech's Tumor Antigen Project, which is a large research 
project with a primary focus on identifying tumor cell markers ihar find use 
as targets for both the diagnosis and treaimem of cancer in human:^. 

As I stated in my previous Declaration dated May 7, 2004 (attached as 
Exhibit A), my laboratory has been employing a variety of techniques, 
including microaixay analysis, to identify genes which are differentially 
expressed in human mmor [issue relarive in normal human lif^ue. The 
primary purpose of this research is to identify proteins that are abundantly 
expressed on cenain human tumor tissue(si) and that are either (i) not 
expressed, or (ii) expressed at deteciably lower levels, on normal tissue{s). 

In the course of our research using microarray analysis, we have identified 
approximately 200 gene transcripts that are present in human tumor tissue 
at significantly higher levels than in normal human tissue. To date, we 
have successfully generated antibodies that bind lo 31 of the tumor antigen 
proteins expressed from ihe^ie differentially expressed gene transcripts and 
have used these antibodies to quantitatively determine the level of 
production of these tumor antigen proteins in both human tumor tissue and 
normal tissue. We have dien quantitatively compared the levels of mRNA 
and protein in both the tumor and normal tissues analyzed. The results of 
these analyses are attached herewith as Exhibit B. In Exhibit B, ^'+" means 
ihat the mRNA or protein was detectably overexpressed in the lumor tissue 
relative to normal tissue and means that no detectable overexpression 
was observed in the mmor tissue relative to normal tissue. 

As shown in Exhibit B, of the 31 genes identified as being deteciably 
overexpressed in human tumor tissue as compared to normal human tissue 
ai the mRNA level. 28 of them (i.e., greater than 90%) are also detectably 
overexpressed in human tumor tissue as compared to normal human tissue 
ai the protein level . As such, in the cases where we have been able to 
quantitatively measure both (i) mRNA and (ii) protein levels in both (i) 
tumor tissue and (ii) normal tissue, we have observed that in the vasi 
majority of cases, there is a very strong correlation between increases in 
mRNA expression and increases in the level of protein encoded by that 
mRNA. 
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